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this thesis manuscript came from the Latxa Breeders’ 







































































































), which is based on Malécot’s (1948) definition: the probability that the 2 alleles 






estimated using Malécot’s definition as the probability that 2 alleles drawn at random from
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e information (e.g., Ferenčaković et al., 
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∆ −0.0001 ± 0.0004). Figure 2
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world’s sheep breeds reveals high levels of historic mixture and strong recent selection. 
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accuracy using GEBV were −0.18 
(e.g., many “holes” across the years) and perhaps to poor modeling (pseudo
 
 






and accuracies from global changes in (G)EBV of candidates to selection from a “partial” 
–2014) to a “whole” (1984–
2012 and 2014). The details of rams’ distribution across validation and training group are 
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se muestra la tasa de incremento de consanguinidad por generación (ΔF) 
diferencias en función de la metodología empleada. Al utilizar el pedigrí (ΔF
información molecular los ΔF son muy bajos y cercanos a cero, debido probablemente al 
Además, se pudo ver que las estimas de ΔF en función de la información molecular eran 





Curik, I., M. Ferenčaković and J. Sölkner. 2014. Inbreeding and runs of homozygosity: A 
–
–
–
–
Γ
Γ















